The HIV-1 proviral DNA sequences analyzed in this manuscript have been deposited in GenBank with the following sequential accession numbers: EF178299 through EF178434. The study population from which these sequences were derived overlaps substantially (134 of 136) with that described in a previous publication (P. Kiepiela . For this analysis, we were aware that the design of PCR and sequencing primers has been altered over time to reduce the amplification of hypermutated HIV-1 sequences with large numbers of G-to-A mutations, so analysis was limited to sequences that were obtained prior to the use of these alternative primers. Instances in which sequences in these two data sets are derived from a common source are noted in the relevant GenBank submissions.
We wish to inform the readers that at the time of the submission of this Author's Correction, missing sequences and gaps are represented by the International Union of Pure and Applied Chemistry code "N" in GenBank, which can also denote undetermined bases. Note that sequence gaps are annotated as such for each sequence but that the use of sequence formatting tools will not show annotated gaps. For this reason, the accompanying table includes a summary of the number of bases determined, the number and percentage of nucleotide mixtures, and the number of undetermined bases (i.e., N's) for each accession number. The nine HIV-1 proviral DNA sequences that were excluded from the analysis data are also marked with an asterisk in the table, indicating sequences with insufficient numbers of substitutions relative to the population consensus to provide stable estimates of G3A substitution rates in the analysis of HIV-1 hypermutation.
